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Figure 1A. 
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Figure IB. 

Mouse Agr 2 (Chr.12: 30,H Mb) 
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Human Agr 2 (Chr.7: 16,48 Mb) 
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Figure 2. 



BLAST 2 Sequences 

( http : //www, ncbi . nlm. nih . qov/blast /b!2seq/bl2 . html ) 

Sequence 1: mouse AGR2 (WT) ; SEQ ID No: 3 
Sequence 2: human AGR2 (WT) ; SEQ ID No: 4 

NOTE : The statistics (bitscore and expect value) is calculated based on the 
size of nr database * 

Score = 323 bits (828) , Expect - 4e-88. 

Identities - 160/175 (91%), Positives = 168/175 (95%) 



Query: 1 MEKFSVSAILLLVAISGTLAKDTTVKSGAKKDPKDSRPKLPQTLSRGWGDQLIWTQTYEE 60 

MEK VSA LLLVA+S TLA+DTTVK GAKKD KDSRPKLPQTLSRGWGDQLIWTQTYEE 
Sbjct: 1 MEKIPVSAFLLLVALSYTLARDTTVKPGAKKDTKDSRPKLPQTLSRGWGDQLIWTQTYEE 60 

Query: 61 ALYRSKTSNRPLMVIHHLDECPHSQALKKVTA^ 120 

ALY+SKTSN+PLM+IHHLDECPHSQALKKVFAE+KEIQKI»AEQFVLLNLVYETTDKHLSP 
Sbjct: 61 ALYKSKTSNKPLMIIHHLDECPHSQALKKVFAENKEI 120 

Query: 121 DGQYVPRI VFVDPSLT||RADI TGRYSNRL YAYEP S DTALL YDNMKKALKLLKTEL 175 

DGQYVPRI +FVDPSLTjj|RADI T GRY SNRLYAYE P+ DTALL DNMKKALKLLKTEL 
Sbjct: 121 DGQWPRIMFVDPSLT^RAD I TGRYSNRL YAYEPADTALLLDNMKKALKLLKTEL 175 
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Figure 3. 



Breeding-Scheeme: 
A) F3 production 
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Figure 4. 
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Figure 5. 



Haplotypes Scheme 
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Figure 6 
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Figure 7. 
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Figure 9. 
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Figure 10. 
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Figure 11. 



Colon (wild type mouse) 




Colon (affected mouse) 
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Figure 12. 



Colon (affected mouse) 
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Colon (wild type mouse) 




Colon (affected mouse) 
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Figure 14. 



Brunner's gland (wild type mouse) 




Brunner's gland (affected mouse) 
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SignalP-NN prediction (euk networks): mAgi^-30 
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Figure 15B. 
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Figure 16. 



Software used: 

- MultAlin via http://prodes.toulouse.inra.fr/multalin/multcLlin.html [Corpet. F. (1988), 

Multiple sequence alignment with hierarchical clustering, Nucl. Acids Res., 16 (22), 
10881-10890] 

- BOX SHADE 3.21 via http://www.ch.embnet.org/software/BOX_form.html 



Mm: Mus mus cuius; NP_J)35913 
Hs: Homo sapiens; NP_006399 

Rn: Rattus norvegicus; derived by Genewise on AC126809 
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Percentage of identical and similar amino acids: 
Percentage of identical amino acids: 



95.4% 
90.8% 
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Figure 17. 

Software used: 

- Mult Alin via http: //prodes. toulouse.inr a. fr /mnlt alin/multalin . html [Corpet. F. (1988), 

Multiple sequence alignment with hierarchical clustering, Nucl. Acids Res., 16 (22), 
10881-10890] 

- BOXSHADE 3.21 via http://www.ch.embnet.org/software/BOX_form.html 



Mm: Mus mus cuius; NP_035913 

Hs: Homo sapiens; NP_006399 

Rn: Rattus norvegicus; derived by Genewise on AC126809 

XI: Xenopus laevis; AAL26844 
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Percentage of identical and similar amino acids: 82% 
Percentage of identical amino acids: 67% 
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Figure 18. 

Software used: 

- MultAlin via http: //prodes. toulouse.inra. f r/multalin/multalin. html [Corpet. F. (1988), 

Multiple sequence alignment with hierarchical clustering, Nucl. Acids Res., 16 (22), 
10881-10890] 

- BOXSHADE 3.21 via http://www.ch.embnet.Org/sofi:ware/BOX_form.html 



Mm: Mus mus cuius; NP_035913 

Hs: Homo sapiens; NP_006399 

Rn: Rattus norvegicus; derived by Genewise on AC126809 

XI: Xenopus laevis; AAL26844 

Ce: Caenorhabditis elegans; NP_496599 
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Percentage of identical and similar amino acids: 32% 
Percentage of identical amino acids: 46% 
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Figure 19. 



mRNA regulation 
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reference marker ALAS] 
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Figure 20. 
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